*** Top 10 motifs enriched in known motif scanning analysis on de novo DMRs of ETV6-ALL
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*** Top 10 motifs enriched in known motif scanning analysis on de novo DMRs of HD-ALL
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*** Top 10 motifs enriched in de novo motif finding analysis on de novo DMRs of ETV6-ALL

Motif P-value % of % of Closest Motif Match
Targets | Background (Match score > 0.7) Score
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*** Top 10 motifs enriched in de novo motif finding analysis on de novo DMRs of HD-ALL

. % of % of Closest Motif Match
Motif P-value Targets | Background (Match score > 0.7) Score
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*** Top 10 motifs enriched in known motif scanning analysis on de-DMRs of ETV6-ALL

Known Motif Motif information P-value % of % of
Targets | Background
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*** Top 10 motifs enriched in known motif scanning analysis on de-DMRs of HD-ALL
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Targets | Background
1 AC A A A I A Seghiomy CaPERGC: | o372 | - 4540 2.99%
_— W A=
2 4 LAcg A A E;’/L(E;EZ’G'S”&EW'C"'P' 10653 | 3.84% 2.82%
( : ( : I n-Myc(HLH)/mES-nMyc-ChiP- ) . ,
3 A Seq/iomer 1e-561 | 3.69% 2.76%
_-__-_ - —
A Ets1-distal(ETS)/CD4+-Polll- ] . ,
4 C AC A A A ChP SeqHomer 1e-467 | 0.68% 0.35%
— — _._Ac
2C
5 %e’z\f;}/llz(cl)-lnl;:r)/ LNCAP-cMyc-ChiP- | 4o 461 | 2.99% 2.23%
=== L
6 AC N C2 | varirksszvacch- a2 | 3160 238
AN C:_._c ,E.I X Seq/Homer e o7 o070
- T T,
C SPDEF(ETS)VCaP-SPDEF-
7 A 1e-434 | 2.66% 1.97%
SRTCCICEX e
( : ( : I A USF1(HLH)/GM12878-Usf1- . .
8 C AC A ChlP-SeqHomer 1e-424 | 252% 1.85%
9 > . I g‘ :C‘ :AT A EEQF,L(ESQ/ Near-E2A-ChIP- 16334 | 3.50% 2.79%
—= _Jb S =
10 CAC I C Fli1(ETS)/CD8-FLI-ChiP- o333 | 329% 2 60°%
W LA C Seq(GSE20898)/Homer £t 0%
A

Supplementary
Table S8



*** Top 10 motifs enriched in de novo motif finding analysis on de-DMRs of ETV6-ALL

Motif P-value % of % of Closest Motif Match
Targets | Background (Match score > 0.7) Score
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*** Top 10 motifs enriched in de novo motif finding analysis on de-DMRs of HD-ALL

Motif P-value % of % of Closest Motif Match
Targets | Background (Match score > 0.7) Score
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